INTRODUCTION
During the last 30 years a vast amount of structural data has accumulated on the ribosome and its components, as well as on interactions between the ribosome and its functional ligands (see e.g. refs 1-4 for reviews). A substantial proportion of the data concerned has been derived from cross-linking studies of various types. Over the years the technology of cross-linking has changed dramatically, and the methods applied have become more accurate and reliable. Furthermore, the newer approaches allow the cross-links to be localized more precisely within the ribosomal components. At the same time it has also become clear that there are many contradictions both within and between the various data sets. Thus, it is very difficult to keep track of all the available information and to assess its reliability. Here we present a new database which offers an easy and rapid way for collating cross-linking data related to the ribosome structure.
DESCRIPTION
The Database of Ribosomal Cross-links (DRC) is currently located at the Moscow State University, Moscow and also at the Max-Planck-Institut für Molekulare Genetik, Berlin. This database was created in order to offer workers in the field a means for rapid searching and comparison of the different types of ribosomal cross-linking data, together with the appropriate literature references. In order to allow a rough estimation of the reliability of the data, each cross-link is listed together with the following information, in addition to the information defining the nature of the cross-linked components. (i) The name of the cross-linking reagent (or method) applied. (ii) A brief description of the techniques used to localize the cross-link site (or to identify the cross-linked components). (iii) Relevant literature reference (in most cases with hyperlinks to the corresponding medline abstracts). An example is shown in Figure 1 .
The DRC contains separate html Tables, each of which deals with a specific type of cross-linking data (Fig. 2) . All the data in these Tables are sorted according to the positions of the cross-links within the rRNA, ribosomal proteins, or ribosomal ligands (mRNA, tRNA, factors, etc.). This method of ordering provides an easy way for searching for cross-links located in particular regions of the biomolecules concerned.
FUTURE PROSPECTS
In the near future we plan to enter descriptions for all of the cross-linking reagents that are listed in the database. These descriptions will include the following information in each case: (i) the IUPAC nomenclature for the reagent; (ii) any abbreviations or non-IUPAC names; (iii) the structure of the molecule; (iv) the extended cross-linking length of the reagent; (v) the method of incorporation into the ribosome or ligand; (vi) the method of generation of the cross-link; (vii) the specifity of the reagent.
At the same time we plan to create a simple search system to allow a search for the cross-linking data via positions in the rRNA, proteins or functional ligands. As new approaches in cross-liking methodology become available, these will of course be added to the database. 
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